Figure 1 
Iaterleukin-21 



1 A R VDTDSDRYP Q K L A F A E Q If 20 
Domain I Domain XX 



61 GTGCAGaGGCTCTATCC^^ 120 
21 C R G C IDARTGRETAALNSVR 40 
Domain XX 



181 CCCCACACCTGGGGCCTTTGCCTTC^ 240 
61 PTPGAFAFHTEFIH V P V G C T 80 

Domain XV 



241 CTGCGTGCTGCCCCG] 

81 _C 2 L P R S V 87 

Domain XV 

301 GTGCTCCCCAGAGGGCACCCCCTATTTATG^ 350 

361 A&QiCTACCCTTGGGGTCTGGGCATTCCCC 420 

421 CT<^TCTCCAGCCTCAGTAGTTGGGGGTWGAAGGAGCT 480 



481 



540 



541 TCCCTCACCCTATCACTXKCCT^ 600 
601 AGTACCCCTCTTTCTTAAACAATTATTTAA^ 660 



661 AAftAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 705 



Figure 2A 
In.tarleukin-22 



GGAATTCGGCACGAGCTCSKKCGTGC^ 60 
NSARARAVLSAFHHTLQLGP 20 



61 CXSaSTGaGO^GGCGCGCa^GCGAGCTGC 120 
21 RE QA.RNA S C P A G G R P ADRRF 40 



121 TCCGGCCGCCCACCAACCTGCGCAGCGTCT^ 180 
41 RPPT5TLRSVSPWAYRI 5 Y P P 60 




541 GACm3CCTCGAGGGCTCGGTCGK 600 
601 CCGGAGC^CAGCC^GCCTTT^ 660 



721 (X^GCACGGGOVTCCTGTGTGCGGCCCGC&TC^ 780 
781 CTGAGGAGCCTCTCAGATCGGCTGCTGCGGGTCCAG 340 
841 GCCAAAGAGATAGXSGACXX^TATGCTTTTra 900 



Figuxe 2B 
Intarleukin-22 




901 cGACTATivrACCTACTTTT^^ 960 

961 AiCAAAlGftGftGCTRCTCTCT^^ 1020 

1021 TGGT3U3AATTTTTTAftAGa^ 1080 
aTGGCTGACTGATGAAATCGACACGTCT 1140 
KZCaGGTGGaCCai^GGG 1200 

1201 ATCX^CAG«33GCTCGCAT«^^ 12S0 

1251 TTTTRGTCATGAAIftCAia^^ 1320 

1321 CCACTGGC^CAATTTGTGGTT^^ 1380 

1381 GCCftCSTTCTCftGaaGAATXXS^^ 1440 

1441 CTGAATATGAGGACaAftGTGGGCCACGTO 150° 

1501 (OTTCTQCSOTCTGCCaCGaG^ 1560 

1561 CTCTGftACACAATTATTTCTAAAA£?TTAGTAG 1S20 
1621 GCTGAAAAAAAAAAAAAAA&AA 1642 
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Figure 4 

IntarleuIcin-21 Polypeptide Analysis 



5 10 15 20 25 30 35 40 45 ! 



65 70 75 ao as 




■Alpha, Regions - Gamier-Robson 
■Alpha, Regions - Chou-Fasman 
■Beta, Regions - Gamier-Robson 
■Beta, Regions - Chou-Fasman 
■Turn, Regions - Garnier-Robson 
■Turn, Regions - Chou-Fasman 
■Coil, Regions - Gamier-Robson 

■Hydrophilicity Plot - Kyle-Doolittle 

■Alpha, Amphipathic Regions - Eisenberg 
■Beta, Amphipathic Regions - Ssenberg 
■Flexible Regions - Karplus-Schulz 



■Antigenic Index - Jameson-W 



■Surface Probability Plot - Emini 



Figure 5 

Interleukiix-22 Polypeptide Analysis 
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■Alpha, Regions - Gamier-Robson 
■Alpha, Regions - Chou-Fasman 
■Beta, Regions - Gamier-Robson 
■Beta, Regions - Chou-Fasman 
■Turn, Regions - Gamier-Robson 
■Turn, Regions - Chou-Fasman 
■Coil, Regions - Gamier-Robson 

■Hydrophilicity Plot - Kyte-Doolittle 

■Alpha, Amphipathic Regions - Esenberg 
■Beta, Amphipathic Regions - Esenberg 
■Flexible Regions - Karplus-Schulz 



■Antigenic Index - Jameson-Wolf 



■Surface Probability Plot - Emlni 



Figure €A 
Interleukin-21 



:CCCGGCCTCCTGTTT 60 
MTLLPGLLF 9 



10 LTWLHTCIiA HHDPSLRGKPH 29 




241 CTGGAGGCAGOiAGCCAa^ 300 
70LEAASHRGRHERPSATTQCP 89 



361 AGATACa^TGGA^OSGATGAGGAC^ 420 

110 R Y R VDTPEDRYP Q K L A F A E C 129 

Domain I Domain II 



421 CTX5TGCAGAGGCTCTATCGATGCACG 480 
130 L C R G C IDARTGRETAALNSV 149 
Domain II 



541 CTCCCCACACCTCGGGCCTTTGCCT^ 600 
170LPTPGAFAFHTEFIH V P V G C — 189 

DowsLin XV 



190 T C V L P R S V 
Domain XV 



660 
197 



661 GTGTGCTCCCCAGAGGGCACCCCCTATTTATGTGTATTTAT^ 720 



Figure 6B 
Inter leukin-21 

731 TCCTC&TCTCO^CrCAGraGTTC^^ 840 

961 GAAGT^CCCTGTTTCTTAAACAATTAH 1020 
1021 ACAAAAAMAAAAAAAAAAA^^ 1067 



Figure 7 

Interleukin-21 Polypeptide Analysis 



20 40 60 80 100 120 140 160 180 




■Alpha, Regions - Garnier-Robson 
■Alpha, Regions -Chou-Fasman 
■Beta, Regions - Garnier-Robson 
■Beta, Regions - Chou-Fasman 
■Turn, Regions - Garnier-Robson 
■Turn, Regions - Chou-Fasman 
■Coil, Regions - Garnier-Robson 

■Hydrophiflcity Plot - Kyte-Dooiittle 



aHydraphobicity Plot - Hopp-Woods 

■Alpha, Amphipathic Regions - Bsenberg 
■Beta, Amphipathic Regions - Bsenberg 
■Flexible Regions - Karplus-Schuiz 



■Antigenic Index - Jameson-Wolf 



■Surface Probability Plot - Emini 



Figura 8 
Iaterleukin-22 



1GCADRPEELLEQLYGRL A A G 20 

CD-VT 
# 

21 V L S AFHHTLQI.GPREQARHA 40 
CD-VT 

121 AGCTGCCCGGCAGGGGGCAGGCCCGCCGACCGCCGCTTCCGGTCGCCCACCAACCTGCGC ISO 
41 SCPAGGRPADRRFRPPTNL R. 60 



131 AGCGTGTCGCCCTGGGCCTACAGAATCTCCTACGACC^ 240 
61 S V S P W AYR ISYDPARYP R Y L 80 
CD-VIX CD-I 




CD-III 

121 AGGRSVYTEAYVT I P V G C T C 140 

CD-TV 

. # 

421 GTCCCCGAGCCGGAGAAGGACGCAGACAGCATCAACTC 480 
141V_PEPEK.DADSINSSIDKQGA. 160 
CD-TV. 



481 AAGCTCC^XSCTGGGCCCCAACGACGCGCCCGCTGGCCC 
161 KLLLGPNDAPAGP 



522 
174 



Fxguxe 9 

Interleukin-22 Polypeptide Analysis 



100 120 140 160 



— — ■Alpiia, Hegions - Gamier-Robson 

— BAlpha, Regions - Chau-Fasman 
(— | BBeta, Regions - Garnier-Robson 

— BBeta, Regions - Chou-Fasman 
4_ ■Turn, Regions - Garnier-Robson 
BS- ■Turn, Regions - Chou-Fasman 

■Coil, Regions - Gamier-Robson 

iHydrophilicity Plot - Kyte-Doolittle 




BHydrophobicity Plot - Hopp-Woods 

■Alpha, Amphlpathio Regions - Bsenberg 
■Beta, Amphipathic Regions - Bsenberg 
SRexibla Regions - Karplus-Schulz 

HAntigenic Index - Jameson-Wolf 
■Surface Probability Plot - Emini 



